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® Rule |:Don't Reinvent the Wheel

® Rule 2: Code Well

® Rule 3: Be Your Own User
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® Rule 6: Don't Be a Perfectionist

® Rule 7: Nurture and Grow Your
Community
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Rule 5: Be Simple




Be Simple -
For yourself and everyone else

® Minimise your timesinks

® [nfrastructure

® TJests are not enough - use a build
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® Documentation == outreach

® |ove your website




VVhy not start your
next grant proposal on




Rule |: Don’t Reinvent
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Windows line ending issue fixes #197
Some fixes from Codefest.

BB vy konstantint 13 hours ago % 1 comment

Fixing a bug in SeqlO.PdblO in parsing pdb-atom sequence #196
Fixing a problem that SeqlO.PdblO outputs erroneous amino acid sequence if the ATOM record has mo...

by matsu3dshiro 16 days ago §™ 2 comments

MeltingTemp completely rewritten and extended #192
More or less completely rewritten and largely extended. 1. Three different Tm calculations: one ...
by MarkusPiotrowskl 20 days ago ¢ 1 comment

CDAO: removing dependency on librdf #193
Users of the Bio.Phylo CDAO conversion modules have had problems installing its dependency, the R...

’ by bendmofris 20 days ago

Customizability features added to Phylo.draw #189
Features added based on https://fredmine.open-bio.orgfissues/3336. Users now have the abilityto ...
n by nmsutten a month ago

Samtools Wrapper For BioPython #180
Added Samtools(http#/samtools.sourceforge.net/) wrapper. Need to write Unit Tests.

A by saketke 2 months ago ¥ 11 comments

Reorganization of single and triple letter protein codes #174
This pull request was triggered by the discussion here. Summary of the changes: I've moved the SC...
‘, by bow 4 months ago ™ 2 comments

KEGG KGML parser and graphical visualisation from Leighton #173
This pull request is mainly as a discussion point for Leighton's (@widdowquinn) KEGG KGML parser ...
B vy peterc 4 months ago §® 4 comments

Add the ability to parse CEL version 4 files from Affy #168
Hey, | noticed that Biopython was missing the ability to parse binary CEL files (version 4), so |...
- by hammer 4 months ago ™ 8 comments

Change to set_structure. Allows writing of individual (S)MCRAs #164
The changes discussed in this thread: http:Mists.open-bio.org/pipermail/biopython-dev/2013-Febr...

197

<O




Already have a profile? Login #)

Share the full story of your
research impact.

ImpactStory is your impact profile on the web: we reveal the diverse impacts of your articles, =
datasets, software, and more. ™
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View metrics in li' Embed them (4 Open data,

seconds anywhere , open source.

Point us to your slides, code, Drop ImpactStory's embeddable Our data, like our source code
datasets, and articles. In a few Javascript widget into your own wide open. As a non-profit, we

seconds, you'll have a report online CV or website to show the around supporting open tools
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ImpaCtStOl'y. Welcome back, Peter!
Peter Cock -

© Loading...

X add products < refresh metrics & download ¥

software

biopython [

(2009) My fork of the official Biopython repository, used for experimental branches etc GitHub

maf2sam = Hugh]y recommended by the
(2010) Convert MIRA Assembly Format (MAF) to Sequence Alignment/Map (SAM) format GitHub public

picobio = This item has 12 GitHub stars.
(2011) Miscellaneous Bioinformatics scripts etc mostly in Python GitHub That's better than 87% of items
tarball2git © added to GitHub in 2009, e
(2011) Simple Python script to take a set of versioned tar balls and import them into a git repository GitHub suggesting it's highly

screed = recommended by the public.
(2010) a short read database GitHub Click to learn more.
longsight © ['fecommended || cited |
(2012) Python code for capturing images from a webcam etc GitHub

backports.lzma = | discussed || cited |

(2012) Backport of Python 3.3's standard lbrary module izma for LZMA/XY compressed files GitHub

split-dist © ’ recommended |! cited |

(2011) Unofficial repository for Thomas Mailund's tool Spiit-Dist (sdist) GitHub
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Biogems.info

| Biogems | Rubygems | BioLinux | People |

New: CloudBioLinux packages are now listed on biogems.info !
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Rule 10: Science
Counts




® Differences between computer sciences
and bio-sciences

® Software is primarily a means to advance
our research

[ J
~ ® Software for the consumption of others
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® “Build it and they will come” does not
work

® Maintenance of code that is no longer
relevant to your own research is a
“serious time sink
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® Question:

® VWhat do you need to do to get
® Published




PLOS COMPUTATIONAL
N BIOLOGY

® Software Articles

® http://www.ploscompbiol.org/static/
guidelines#software
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Call for Papers

First Workshop on Sustainable Software for Science: Practice and Experiences (WSSSPE)
http://wssspe.researchcomputing.org.uk/
(in conjunction with SC13)

Sunday, November 17, 2013, Denver, CO
Progress in scientific research is dependent on the quality and accessibility of software at all
levels and it is now critical to address many new challenges related to the development,
deployment, and maintenance of reusable software. In addition, it is essential that scientists,
researchers, and students are able to learn and adopt a new set of software-related skills and
methodologies. Established researchers are already acquiring some of these skills, and in
particular a specialized class of software developers is emerging in academic environments
who are an integral and embedded part of successful research teams. This workshop will
provide a forum for discussion of the challenges, including both positions and experiences. The
short papers and discussion will be archived as a basis for continued discussion, and we intend
the workshop to feed into the collaborative writing of one or more journal publications.

In practice, scientific software activities are part of an ecosystem where key roles are held by
developers, users, and funders. All three groups supply resources to the ecosystem, as well as
requirements that bound it. Roughly following the example of NSF's Vision and Strategy for
Software (http://www.nsf.gov/publications/pub summ.jsp?ods key=nsf12113), the ecosystem
may be viewed as having challenges related to:




